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Report:

Full-length AGX1 and AGX2 were successfully expressed in E.coli, purified and crystallised in the
monoclinic space group P2; in presence or absence of different substrates/products. The structure of AGX1
was solved at beamline BM14 (ESRF, Grenoble) using Shake’n’ Bake from 2.9A resolution Se-edge MAD
data. This structure is presently under refinement using 1.9A resolution data collected on beamline ID14-2.
The structure of AGX2 was solved by molecular replacement using the AGX1 model and data collected on
beamline ID14-3. Diffraction data from crystals of the different AGX1- and AGXZ-product/substrate
complexes were also collected and processed.




Table | Structural statistics

Data collection
Protein Se-Methionine Native
AGX!  AGX1- AGXl-  AGXl- AGX2- AGX2-
f max P min Remotc AGXI -UTP GicNACIP  UDP- UDP-  GIcNAclP  UDP.
QlcNAc  QalNAc QlcNAc
BMI4 BMi4 BMl4 D142 IDI4 ID142 D142 IDI42 IDI4-3 D143
2
Resolution (A) 29 29 29 .19 25 2.1 19 245 25 24
R, (%) 104 926 126 6.2 6.4 6.9 6.5 6.6 7.1 62
R (%) 9 8 93 - - - - - - .
Yo (I) 6.6 76 5.7 6.8 12 87 8.8 9.1 17 6.2
Completencss (%) 98.1 96.2 9.9 .8 90.5 96.9 95.9 95.9 93.4 2.8

Anomalous completencss 959 91.8 88.9 - - - - - -

Refinement statistics (underway)

Resolution range 25-19 2524
&)

Ruoci/Reree (%) 303349 303735.1
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